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340 










345 










350 






269 


Ala 


Leu 


Ala 


lie 


Ala 


Ala 


Ser 


Ser 


Met 


Thr 


Phe 


Leu 


Asn 


Glu 


Asn 


Ser 


270 






355 










360 










365 








272 


Pro 


Va 1 


Trp 


Met 


Val 


Val 


Va 1 


Met 


His 


Val 


Va 1 


Phe 


Ser 


He 


Gly 


Met 


273 




370 










375 










380 
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RAW SEQUENCE LISTING DATK : 12/11/2000 

PATKNT APPLICATION: US/09/6 03 , 208A TIME: 19:47:08 

mpuU Set : A:\Pt:o.dmc 











Output Set: 


N:\CRF3\12112000\I603208A.raw 






275 


Cys 


Leii 


Met 


Met 


Thr 


Pro 


Leu 


Met 


Thr 


Thr 


Ala 


Leu 


Gly 


Ala 


Leu 


Pro 


276 


305 










390 










395 










400 


278 


Lys 


His 


Leu 


Ty r 


Gly 


His 


Gly 


Ser 


Ala 


lie 


Leu 


Asn 


Tfir 


Phe 


Gin 


Gin 


279 










4 05 










410 










415 




281 


Lgu 


Ala 


Gly 


Ala 


Ala 


Gly 


Thr 


Ala 


lie 


Met 


lie 


Ala 


Ala 


Leu 


Ser 


Phe 


282 








420 










42 5 










4 30 






284 


Gly 


Tlir 


Ser 


lie 


Ala 


Ala 


Ser 


Ser 


Gl y 


Ser 


Ala 


His 


Ala 


Giu 


Ala 


Vai 


■ 285 






435 










440 










445 








287 


•Ala 


Ala 


Gly 


Thr 


Lys 


val 


Ala 


Phe 


lie 


Ala 


Gly 


Ala 


lie 


lie 


Ala 


Va i 


288 




450 










455 










460 










290 


lie 


Ala 


Leu 


val 


val 


ser 


Leu 


Plie 


val 


Thr 


Arg 


val 


Giu 


Giu 


Giu 


Ala 


291 


465 










470 










475 










480 


293 


His 
































297 


<210> SEQ m NO 


: 3 
























298 


<211> LENGTH: 371 
























299 


<212> TYPE: 


DNA 


























300 


<213> ORGANISM: 


Corynebacterium 


giu tamicum 












302 


<220> FEATURE: 


























303 


<221> NAME/KEY: 


CDS 
























304 


<222> LOCATION: 


( 52) . . (348 ) 




















30 5 


<223> OTHER 


INFORMATION 


: RXA00497 
















307 


<4 00> SEOaENCE: 


3 
























308 


tgyaaacccfj caaccygcac acacaaaatt tttctcatgg 


agggattcac c gtg gca 


309 






























Val Ala 


310 






























1 




312 


aac 


g t:c 


aac 


ate 


aag 


ccg 


ctt 


9^ig 


gac 


aag 


ate 


etc 


gtt 


cag 


ate 


aac 


313 


Asn 


Val 


Asn 


lie 


Lys 


Pro 


Leu 


G.l u 


Asp 


Lys 


lie 


Leu 


Vai 


Gin 


He 


Asn 


314 






5 










10 










15 








316 


gaa 


gca 


gag 


acc 


acc 


acc 


get 


tec 


ggc 


ctg 


gtc 


att 


cca 


gat 


tec 


get 


317 


Giu 


Ala 


Giu 


Thr 


Thr 


Thr 


Ala 


Ser 


Gly 


Leu 


val 


lie 


pro 


Asp 


Ser 


Ala 


318 




20 










25 










30 










320 


aag 


gaa 


aag 


cca 


caa 


9^9 


gca 


acc 


gtt 


ate 


gca 


gtt 


ggc 


cca 


ggc 


cgc 


32a 


Lys 


Giu 


Lys 


Pro 


Gin 


Giu 


Ala 


Thr 


Vai 


lie 


Ala 


val 


Gly 


Pro 


Gly 


Arg 


322 


35 










40 










45 










50 


324 


t:tc 


gat 


gac 


aag 


ggt 


aac 


cgc 


ate 


cca 


ctg 


gac 


ate 


aacj 


gaa 


gat 


gac 


325 


Phe 


Asp 


Asp 


Lys 


Gly 


Asn 


Arg 


lie 


Pro 


Leu 


Asp 


lie 


Lys 


Glo 


Asp 


Asp 


326 










55 










60 










65 




328 


gtt 




ate 


ttc 


tec 


eg L 


tac 


99<' 


ggc 


acc 


g^»g 


ate 


aag 


ttc 


99 


ggc 


329 


va 1 


Val 


lie 


Phe 


Ser 


Arg 


Tyr 


Gly 


Gly 


Thr 


Giu 


Tie 


Lys 


Phe 


Gly 


Gly 


330 








70 










75 










80 






3 3 2 


gtg 




tac 


ttg 


ctt 


ct:c 


tec 


get 


eg t 


gac 


ate 


etc 


gca 


ate 


gtc 




333 


Val 


G1.U 


Tyr 


Leu 


Leu 


Leu 


Ser 


Ala 


Arg 


Asp 


I le 


Leu 


Ala 


He 


Vai 


Giu 


334 






85 










90 










95 








336 


aag 


taggggataa gLtcatggca aag 


















3 37 


Lys 
































341 


<210> SEQ TO NO; 


: 4 
























342 


<211> LENGTH; 9 9 
























34 3 


<212> TYPE: 


PRT 


























34 4 


<213> ORGANISM: 


Cory ne bacterium 


glutamicuni 













57 



10 5 



15 3 



2 01 



249 



297 



345 



371 



Please Note: 

Use fn and/or Xaa have been detected in the Sequence Listing. Please review the 
Sequence Listing to ensure that a corresponding explanation is presented in the <220> to 
<223> fields of each sequence which presents atjeast one n or Xaa. / 
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VERIFICATION SUMMARY 

PATENT APPLICATION: US/09/6 0 3 , 20 8A 



DATE: .12/a 1/2000 
TIME: 19:47:09 



Input: Set : 
Output Set: 



A: XPto . amc 

N:\CRF3\12112000\l60 320 8A.raw 



3092 H:341 W 

3093 M:341 W 

3096 M:34:i 

3097 M:34.l W 
3223 H:258 W 
322 3 M:258 W 
322 3 M:340 
3226 M:258 W 
32 26 M:2r)8 W 
34 0 Repeated 
4204 M: 341 W 

M: 341 W 
M:341 VJ 
4 219 M : 341 W 
4 220 M:341 W 
4 261 M:258 VJ 
4 261 M:258 W 
M:340 W 
H:258 V7 
4 26 7 M:258 W 
34 0 Repeated 
4270 M:258 W 
'1 27 0 M:258 W 
4 27 3 M:258 W 
4 27 3 M:258 W 
42^n M: 341 
4 299 M:341 
4 3 00 M;341 
4323 M 
4 324 M : 341 W 
4 327 M:341 W 
M:25B W 



4 212 
4 216 



4261 
4267 



W 
V? 

w 

341 W 



4 341 
4341 M: 
4 341 M: 



258 W 
34 0 W 



(46) "n" or "Xaa" used; I:or SEO iDft:33 
(46) "n" or "Xc'ja" used, for SEQ IL">*i:33 
(46) "n" or "Xaa" used, for SEQ I0f^:33 
(46) "n" or "Xaa" used, for SEO lDff:33 

Mandatory F'eature missing, <221> not found for SEQ IDj?:34 
Mandatory Feature missing, <222> not found for SEQ IDif : 34 
(46) "n" or "Xaa" used: FeaLure requix^ed, for SVIQ ID#:34 
Mandatory Feature missing, <221> not found for SEQ 10,7:34 
Mandatory Feature missing, <222> not found for SEQ TDft : 34 
in SeqMO=34 

for SEO IDfj : 45 
for SEQ IDff : 45 
for SEQ 101^ : 45 
for SEQ IDfi 
for SEQ IDs 



(46) 
(46) 
(46) 
(46) 
(46) 



: 4 5 
: 45 



or "Xaa" used, 
or "Xaa" used, 
or "Xaa" used, 
or "Xaa" used, 
or "Xaa" used, 

Mandatory Feature missing, <221> not found for SEQ 1011:46 
Mandatory Feature missing, <222> not found for SEQ IDf^:46 
(46) "n" or "Xaa" used: Feature required, for SEQ ID#:46 
Mandatory Feature missing, <221> not found for SEQ IDS: 46 
Mandatory Feature missing, <222> not found for SEQ ID#:46 
in SeqNo=46 

Mandatory Feature missing 
Mandatory Feature missing 
Mandatox'y Feature missing 



<221> nol: found for SEQ ID#:46 
<222> not found for SEQ IDff:46 
<221> not foutid for SEQ ID#:46 
Mandatory Fenture missing, <222> not found for SEQ IDfj:46 
for SEQ ID« : 47 
for SEQ ID^^ : 4 7 
for SEQ IDtf:47 
for SEQ IDjf : 47 
for SEQ IDff : 47 
for SEQ IDH : 47 

<221> not found for SEQ IDS: 48 
<2 22> not found for SEQ ID^i:48 



(46) "n" or "Xaa" used, 
(46) "n" or "Xaa" used, 
(46) "n" or "Xaa" used, 
(46) "n" or "Xaa" \ised, 
(46) "n" or "Xaa" used, 
(46) "n" or "Xaa" used, 
Mandatory Feature missing 
Mandatory Feature missing 



4 3 59 M:258 W 
4 3 59 M:258 W 
34 0 Repeated 
23 69 9 M:258 
23699 M:258 VJ 
2 3699 M:340 W 



(46) "n" or "Xaa" used: Feature required, for SEQ ID^;48 
Mandatory Feature missing, <2 21> not found for SEQ lDif:48 
Mandatory Feature missing, <222> not found for SEQ ID#:4B 
in SeqNo=--4 8 

Mandatory Feature missing, <221> not found for SEQ IDIJ :302 
Mandatory Feature missing, <222> not found for SEQ IDtf:302 
(46) "n" or "Xaa" used: Feature required, for SEQ IDf^;30 2 
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